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This page gives you Search Results detail for the Application 10647732 and Search Result us- 10- 
647-732a-2.rag. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:13:52 ; Search time 105.264 Seconds 

(without alignments) 
196.180 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-2 
255 

1 RSVRAQRHTDMPRTPKKPLS 



KEVHQKNSSRGNTGGRNYRM 47 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2443163 seqs, 439378781 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100%. 
Listing first 45 summaries 

Database : 



2443163 



A_Geneseq_21 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4 : geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2 003bs : * 

8: geneseqp2004s : * 

s 9: geneseqp2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



. 


Score 


Match Length DB 


ID 


Description 




1 


255 


100.0 


47 


3 


AAY77405 


Aay77405 Rainbow 


t 


2 


255 


100.0 


47 


7 


ADF56463 


Adf56463 Rainbow 


t 


3 


244 


95 .7 


47 


7 


ADD67520 


Add67520 Rainbow 


t 


4 


244 


95 .7 


47 


8 


ADP82542 


Adp82 542 Rainbow 


t 


5 


231.5 


90 .8 


74 


3 


AAY77407 


Aay77407 Rainbow 


t 


6 


231.5 


90.8 


74 


7 


ADF56465 


Adf56465 Rainbow 


t 


7 


220.5 


86 .5 


74 


7 


ADD67518 


Add67518 Rainbow 


t 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:23:52 ; Search time 26.0248 Seconds 

(without alignments) 
149.310 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-2 
255 

1 RSVRAQRHTDMPRTPKKPLS 



KEVHQKNS SRGNTGGRNYRM 4 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



572060 seqs, 82675679 residues 



Total number of hits satisfying chosen parameters 



572060 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5_COMB .pep : * 

2 : / cgn2_6 /ptodat a/ 1/ iaa/ 6_C0MB . pep : * 

3 : /cgn2_6/ptodata/l/iaa/H_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : * 

5 : /cgn2_6/ptodata/l/iaa/RE_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



1 


255 


100 


.0 


47 


2 


US- 


09 


-120 


-818 


-2 


Sequence 


2, 


Appli 


2 


255 


100 


.0 


47 


2 


US- 


09 


-609 


-642 


-2 


Sequence 


2, 


Appli 


3 


255 


100 


.0 


47 


2 


US- 


09 


-669 


-642 


-2 


Sequence 


2, 


Appli 


4 


231.5 


90 


.8 


74 


2 


US- 


09 


-120 


-818 


-4 


Sequence 


4, 


Appli 


5 


231.5 


90 


.8 


74 


2 


US- 


09 


-609 


-642 


-4 


Sequence 


4, 


Appli 


6 


231.5 


90 


.8 


74 


2 


US- 


09 


-669 


-642 


-4 


Sequence 


4, 


Appli 


7 


172 


67 


.5 


35 


2 


US- 


09 


-120 


-818 


-1 


Sequence 


1, 


Appli 


8 


172 


67 


.5 


35 


2 


us- 


09 


-609 


-642 


-1 


Sequence 


1, 


Appli 


9 


172 


67 


.5 


35 


2 


us- 


09 


-669 


-642 


-1 


Sequence 


1, 


Appli 


10 


168.5 


66 


.1 


62 


2 


us- 


09 


-120 


-818 


-3 


Sequence 


3, 


Appli 
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11 


168 5 

-J- W « _^ 


66 


1 


62 


2 


US- 


09 


-609 


-642-3 




3 Arroli 


12 


168 . 5 


66 


. 1 


62 


2 


us- 


09 


-669 


-642-3 


Secpjence 

■•a* *p«b A A ^a* ^a» 


3 , AddH 


13 


168.5 


66 


. 1 


176 


1 


us- 


07 


-953 


-230A-9 


Seauence 


9, Appli 


14 


132 


51 


. 8 


105 


2 


us- 


09 


-852 


-261-10 


Secruence 


10, Appl 


15 


132 


51 


.8 


105 


2 


us- 


09 


-852 


-261-14 


Secruence 


14, Appl 

«■■» O f BB «V fcp* BBB 


16 


132 


51 


.8 


119 


6 


5405942-1 




Patent No 


. 5405942 


17 


132 


51 


. 8 


127 


2 


US- 


09 


-617 


-389B-18 

•■a* a-r * p* 


Secruence 

^BP* \J ^pP X * ^B* ^aP 


18, AddI 

■PB- "*B» / A * Kb< fcp*^ BBB* 


18 


132 


51 


. 8 


137 


1 


US- 


07 


-953 


-230A-10 


Seauence 

*BP* ^B* %pffj W "*pB" X X 


10, Appl 


19 


132 


51 


. 8 


152 


2 


US- 


08 


-950 


-720A-9 


Seauence 


9, Appli 

BPT ^ B> 4 k/ BlB BBB 


20 


132 


51 


. 8 


153 


1 


US- 


08 


-219 


-878A-1 


Seauence 

W \bb* >w4 taX N-i* X A \«f VpP* 


1 . Appli 

bbV / av * ky «bW bbVb 


21 


132 


51 


. 8 


153 


2 


US- 


09 


-917 


-254-82 


Secruence 

^b* VA *w * X X Vp* ^p* 


82, Appl 

W *ppI * A Kb* PtaV J- 


22 


132 


51 


. 8 


153 


2 


US- 


09 


-919 


-497-74 


Secruence 


74, AppI 


23 


132 


51 


. 8 


153 


4 


PCT 


'-US93- 


04329-1 


Seauence 

Wi r Xb4 > i ^ bb bV ^bf %b# 


1. Appli 

ak ^ bV aV Kp* fcpr ai* ajjap 


24 


132 


51 


.8 


156 


2 


US- 


09 


-142 


-583A-11 


Seauence 

•■b^ > ■* ^BfJ Nb*» >b* «V BBi ^b# «b»* 


11, Appl 

BBBB BBI J 4 * fM* P*B* 


25 


132 


51 


. 8 


184 


2 


us- 


09 


-949 


-016-7523 


Secruence 

Mar ^b* 1 ^BWJ %B>A ^hB» bb Bfc ^tBBP 


7523, Ap 

■ ^pT W >bb* ^ at 


26 


132 


51 


.8 


191 


2 


us- 


08 


-989 


-251-41 


Seauence 


41, Appl 

4B> «bW / aV «V hp* 


27 


132 


51 


.8 


191 


2 


us- 


09 


-340 


-250-41 


Secruence 


41, Appl 

ab Baa- ^ A * Var" al_ 


28 


132 


51 


.8 


191 


2 


us- 


09 


-528 


-108-41 


Secruence 


41, Appl 


29 


132 


51 


.8 


191 


2 


us- 


09 


-921 


-398-41 


Secruence 

■W* Sbb^ >bB* ^b> ^b*4V bV ^b* W 


41. AddI 


30 


132 


51 


.8 


191 


2 


us- 


10 


-280 


-826-41 

^aT «bb* ^af A aaW 


Secruence 


41 AddI 


31 


125 


49 


. 0 


105 


2 


us- 


09 


-852 


-261-12 

at.* ^a# «a*. & 


Secruence 


12 AddI 


32 


85 . 5 


33 


. 5 


110 


2 


us- 


09 


-852 


-261-2 

&ai ^b* bbw 


Secruence 


2 AddIi 

aU | JT*y kp/ bL b«W 


33 


83 


32 


. 5 


111 


2 


us- 


09 


-852 


-261-6 


Seauence 

W Vi V> X bV Xbb> Sb^ 


6 . AddI i 

W / * aV k-/ L«# BBBB BBB. 


34 


83 


32 


.5 


121 


2 


us- 


09 


-142 


-583A-4 

*»pr aaaf 4 A A 


Seauence 


4 . Add 1 i 


35 


79.5 


31 


. 2 


111 


2 


us- 


09 


-852 


-261-4 


Seauence 


4 Add 1 i 

^ , l* -h ^ 


36 


74 


29 


. 0 


19 


2 


us- 


09 


-142 


-583A-6 


Seauence 


6 . Add 1 i 


37 


61.5 


24 


. 1 


204 


2 


us- 


09 


-134 


-001C-4814 


Seauence 


4814. Ad 

X Tfepf BBBk X f A X 9^ 


38 


59 


23 


. 1 


508 


1 


us- 


08 


-818 


-024-3 


Seauence 

•tear Xa4 Wfc ^ -* Bb BB v -_ -* -* 


3 . AddI i 

f A a\ Kb* l^a* aPBl bbVb 


39 


59 


23 


. 1 


508 


2 


us- 


09 


-334 


-775A-3 


Secruence 


3 ADDli 


40 


58.5 


22 


.9 


388 


2 


us- 


09 


-270 


-767-58024 

t \J f •mm^ Sb/ &b* A 


Seauence 


58024 A 


41 


58.5 


22 


.9 


1113 


2 


us- 


09 


-270 


-767-42704 


Sequence 


42704, A 


42 


57.5 


22 


.5 


407 


2 


us- 


09 


-538 


-092-656 


Sequence 


656, App 


43 


57 


22 


.4 


588 


1 


us- 


08 


-391 


-615-5 


Sequence 


5, Appli 


44 


56.5 


22 


.2 


191 


2 


us- 


09 


-489 


-039A-13754 


Sequence 


13754, A 


45 


56.5 


22 


.2 


1064 


2 


us- 


09 


-926 


-820-1 


Sequence 


1, Appli 



V 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
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start 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:24:43 ; Search time 92.4463 Seconds 

(without alignments) 
212.426 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-2 
255 

1 RSVRAQRHTDMPRTPKKPLS 



KE VHQKNS S RGNTGGRNYRM 4 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1867569 seqs, 417829326 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1867569 



Database : 



Published_Applications_AA__Main: * 
1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep: * 
2 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 
/ cgn2_6 /p todat a/ 1 /pubpaa/US 0 9_PUBCOMB . pep : * 
/cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep: * 
/cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep: * 
/cgn2_6/ptodata/l/pubpaa/USll_PUBCOMB.pep: * 



2 
3 
4 
5 
6 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 










Description 


1 


244 


95 .7 


47 


4 


US- 


10 


-100 


-492 


-4 


Sequence 4, Appli 


2 


220. 5 


86.5 


74 


4 


US- 


10 


-100 


-492 


-2 


Sequence 2, Appli 


3 


198.5 


77.8 


186 


6 


US- 


11 


-049 


-518 


-27 


Sequence 27, Appl 


4 


172 


67.5 


35 


4 


US- 


10 


-100 


-492 


-5 


Sequence 5, Appli 


5 


168.5 


66.1 


62 


4 


US- 


10 


-100 


-492 


-3 


Sequence 3, Appli 


6 


132 


51.8 


105 


3 


us- 


09 


-852 


-261 


-10 


Sequence 10, Appl 


7 


132 


51.8 


105 


3 


us- 


09 


-852 


-261 


-14 


Sequence 14, Appl 


8 


132 


51 .8 


105 


5 


us- 


10 


-504 


-078 


-10 


Sequence 10, Appl 


9 


132 


51.8 


105 


5 


us- 


10 


-504 


-078 


-14 


Sequence 14, Appl 


10 


132 


51.8 


105 


5 


us- 


10 


-688 


-821 


-53 


Sequence 53, Appl 
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11 


132 


51 


.8 


127 


4 


US- 


10 


-700 


-725-18 


Sequence 


18, Appl 


12 


132 


51 


.8 


130 


6 


us- 


11 


-049 


-518-25 


Sequence 


25, Appl 


13 


132 


51 


.8 


137 


4 


us- 


10 


-251 


-661-8 


Sequence 


8 , Appl i 

i. J- 


14 


132 


51 


.8 


153 


3 


us- 


09 


-919 


-497-74 


Sequence 


74, Appl 

* Jim *m 


15 


132 


51 


.8 


153 


3 


us- 


09 


-861 


-101-5 


Sequence 


5, Appli 


16 


132 


51 


.8 


153 


4 


us- 


10 


-136 


-639-3 


Sequence 


3, Appli 

' ± MM* 


17 


132 


51 


.8 


153 


4 


us- 


10 


-207 


-655-55 


Sequence 


55, Appl 

' *MW Mm* 


18 


132 . 


51 


.8 


153 


4 


us- 


10 


-460 


-550-5 


Sequence 


5, Appli 


19 


132 


51 


.8 


153 


4 


us- 


10 


-706 


-791-2 


Sequence 


2, Appli 


20 


132 


51 


.8 


153 


5 


us- 


10 


-851 


-921-2 


Sequence 


2, Appli 


21 


132 


51 


.8 


153 


5 


us- 


10 


-461 


-862-68 


Sequence 


68, Appl 

' J. MMM 


22 


132 


51 


.8 


153 


5 


us- 


10 


-460 


-550-5 


Sequence 

mL 


5, Appli 


23 


132 


51 


.8 


153 


5 


us- 


10 


-287 


-436A-455 


Sequence 


455, App 


24 


132 


51 


.8 


153 


5 


us- 


10 


-287 


-436A-1154 


Sequence 


1154, Ap 

* mmT 


25 


132 


51 


.8 


153 


5 


us- 


10 


-798 


-896-4 


Sequence 


4, Appli 


26 


132 


51 


.8 


191 


3 


us- 


09 


-921 


-398-41 


Sequence 


41, Appl 


27 


132 


51 


.8 


191 


3 


us- 


09 


-967 


-768-41 


Sequence 

MMM 


41, Appl 

w AT IT 


28 


132 


51 


.8 


191 


4 


us- 


10 


-280 


-826-41 


Sequence 


41, Appl 


29 


132 


51 


.8 


191 


6 


us- 


11 


-046 


-099-41 


Sequence 


41, Appl 


30 


127 


49 


.8 


105 


4 


us- 


10 


-238 


-114-3 


Sequence 


3, Appli 


31 


127 


49 


.8 


153 


4 


us- 


10 


-238 


-114-2 


Sequence 


2, Appli 


32 


125 


49 


.0 


105 


3 


us- 


09 


-852 


-261-12 


Sequence 


12, Appl 


33 


125 


49 


. 0 


105 


5 


us- 


10 


-504 


-078-12 


Sequence 


12, Appl 


34 


88.5 


34 


.7 


77 


4 


us- 


10 


-100 


-492-1 


Sequence 


1, Appli 


35 


88.5 


34 


.7 


195 


4 


us- 


10 


-443 


-466A-20 


Sequence 


20, Appl 


36 


88.5 


34 


.7 


195 


4 


us- 


10 


-706 


-791-3 


Sequence 


3 , Appl i 


37 


88 .5 


34 


.7 


195 


5 


us- 


10 


-461 


-862-66 


Sequence 


66, Appl 


38 


86 


33 


.7 


133 


4 


us- 


10 


-161 


-088-2 


Sequence 


2, Appli 


39 


86 


33 


.7 


133 


5 


us- 


10 


-461 


-862-63 


Sequence 


63 , Appl 

* mW mW 


40 


85.5 


33 


.5 


110 


3 


us- 


09 


-852 


-261-2 


Sequence 

•** 


2, Appli 

' IT 17^ 


41 


85.5 


33 


.5 


110 


5 


us- 


10 


-504 


-078-2 


Sequence 


2, Appli 


42 


83 


32 


.5 


111 


3 


us- 


09 


-852 


-261-6 


Sequence 


6, Appli 


43 


83" 


32 


.5 


.111 


5 


us- 


10 


-504 


-078-6 


Sequence 


6, Appli 


44 


80 


31 


.4 


104 


6 


us- 


11 


-049 


-518-17 


Sequence 


17, Appl 


45 


79.5 


31 


.2 


111 


3 


us- 


09 


-852 


-261-4 


Sequence 


4, Appli 



V 



http://es/ScoreAccessWeb/GetItem.action?AppId=10647732&seqId=501029MternName=us... 9/12/06 



SCORE Search Results Details for Application 10647732 and Search Result us- 10-647-7... Page 1 of 2 



This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-2.rapbn. 

start 

Go Back to previous page 



GenGore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:25:58 ; Search time 13.2066 Seconds 

(without alignments) 
156.599 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-2 
255 

1 RSVRAQRHTDMPRTPKKPLS 



KEVHQKNSSRGNTGGRNYRM 4 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 225428 seqs, 44002918 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

* 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



225428 



Database : 



1 

2 
3 
4 
5 
6 
7 
8 



Published_Applications_AA_New: * 

/SIDS5/ptodata/l/pubpaa/US08_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/US06_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/US07_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/PCT_NEW_PUB . pep : * 
/SIDS5/ptodata/l/pubpaa/US09_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/US10_NEW_PUB.pep: * 
/SIDS5/pt oda t a / 1 /pubpaa/US 1 1_NEW_PUB . pep : * 
/ S I DS 5 /p t odat a/ 1 /pubpaa/US 6 0_NEW_PUB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 

No.' 



Score 



% 

Query 

Match Length DB 



ID 



Description 



255 


100 


.0 


47 


6 


US- 


10 


-647 


-732A-2 


Sequence 


2, Appli 


231.5 


90 


.8 


74 


6 


US- 


10 


-647 


-732A-4 


Sequence 


4, Appli 


172 


67 


.5 


35 


6 


us- 


10 


-647 


-732A-1 


Sequence 


1, Appli 


168.5 


66 


.1 


62 


6 


us- 


10 


-647 


-732A-3 


Sequence 


3, Appli 


132 


51 


.8 


105 


7 


us- 


11 


-228 


-458-10 


Sequence 


10, Appl 


132 


51 


.8 


105 


7 


us- 


11 


-228 


-458-14 


Sequence 


14, Appl 


132 


51 


.8 


130 


7 


us- 


11 


-043 


-788-222 


Sequence 


222, App 


132 


51 


.8 


137 


7 


us- 


11 


-043 


-788-221 


Sequence 


221, App 



1 

2 
3 
4 
5 
6 
7 
8 
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9 


132 


51 


. 8 

• +m* 


137 


7 


US- 

»■/ k^ 


11 

m*— mm. 


-043 

\* A mm* 


-788 

9 \J Sm* 


-226 

mm* mm* W 


Secmence 


22 6 Add 

4mm mmm XJ f AAk/k/ 


10 


132 


51 


. 8 


153 


7 


US- 

w k^ 


11 

mmm mm. 


-043 


-788 


-223 

A 4w w 


Secruence 


223 Add 


11 


132 


51 


. 8 

• *m* 


153 

mmm -m* mm* 


7 


US- 


11 

mm* mmm 


-043 


-788 


-228 

4mm 4mm \m9 




228 Add 


12 


132 


51 

mm* mmm 


. 8 

• %m* 


153 

mmm ^ 


7 


US- 


11 

mmm 


-244 

4mm 


-925 

^ « ^ 


-4 


Secmence 

1^ w U vllv W> 


4 Add 1 i 


13 


132 


51 


. 8 

• k* 


567 

mm* \m* f 


6 


US- 


10 


-954 

^ mm* 


-468 

i \m* \m* 


-8 


\mJ W VJ Vfll \mm» *mm* 


8 Annli 


14 


132 


51 


. 8 


574 


6 


US- 


10 

mmm \* 


-954 


-468 


-4 


Secnience 

k^ \mA \Jm ^ii V ^ 


4 . Add 1 i 


15 


132 

mm* mm* 


51 

**m* mmm 


. 8 


580 

■mm » %^ \# 


6 


us- 

k^ k^ 


10 


-954 


-468 


-6 


U W U 


6 . Add 1 i 


16 


132 


51 


. 8 


587 


6 


us- 

>m* mm* 


10 

mmm W 


-954 


-468 

* \m* \m* 


-2 


Spmipnrp 


2 AddIi 


17 


132 


51 


. 8 

• m^ 


615 


6 


us- 


10 


-954 

mW -mm* -mm 


-468 

^ Km 9 Km* 


-7 


Seauence 


7 AddI i 


18 


132 


51 


. 8 


622 


6 


US- 

\mf mm* 


10 


-954 

mW* mm* mm 


-468 

■mm \mf W 


-3 

mm* 


S r* en i f^n r* p 


3 AddI i 


19 


132 


51 


.8 


628 


6 


US- 

' mm* 


10 

mkm \* 


-954 


-468 


-5 




5 Add! "i 


20 


132 


51 


. 8 


633 

W *«S mm* 


6 


US- 


10 


-954 

m** *m* " 


-468 

A w k^ 


- 1 

mmm 


Spfnipn r*p 


1 ATiTi 1 1 


21 


125 


49 


. 0 


105 


7 


US- 


11 

mmm mmm 


-228 

4mm mmm Km* 


-458 


-12 


Rprnipn rp 


1 9 AddI 


22 


88 . 5 


34 


. 7 


195 


7 


US- 

mm* 


11 

JL mmm 


-043 


-788 


-220 

4mm 4mm W 


Spmipnrp 


oon Add 


23 


88 . 5 


34 


. 7 


195 

^ 


7 


US- 

kv w 


11 


-043 


-788 


-227 


Spmipnrp 


9 9 7 Add 


24 


85 . 5 


33 


. 5 


110 

mmm •»*- w 


7 


US- 

\m* mm* 


11 

mmm mmm 


-228 

M M w 


-458 


-2 


Spmipnpp 


o AddI t 


25 


85.5 


33 


. 5 


139 

•*» mm* mW* 


7 


US- 


11 


-043 

V mm* 


-788 

f ky Km* 


-224 

4mm 4mm ^ 




2 24 Add 


26 


85 . 5 


33 


. 5 


142 


7 


US- 

k^ 


11 

mmm mmm 


-043 


-788 


-225 


SecruenrP 1 

t>J w U dl\^>b 


225 Add 


27 


83 


32 


. 5 


111 


7 


US- 


11 


-228 


-458 

^ k^ 


-6 

k/ 


Spcmencp 


Add! i 


28 


79 . 5 


31 


.2 


111 


7 


us- 

^mf Km* 


11 


-228 

Wmrnt mmm \m* 


-458 

^ k/ 


-4 


Secmenrp 


4 AddI "i 


29 


74 


29 


. 0 


19 


7 


US- 

V* k^ 


11 


-043 

\*r ■*- mm* 


-788 


-487 


U w VJ U X Vw« C 


4 87 Add 


30 


55.5 


21 


.8 


121 


6 


US- 


10 


-678 

>^ W \m* 


-790 


-63 




63 AddI 


31 


55.5 


21 


.8 


238 


7 


US- 

Vp*» Wm* 


11 


-194 

mm* mm 


-890 

W mW V 


-12 

-A- 


Secnipnrp 


12 AddI 


32 


55.5 


21 


. 8 


267 


7 


us- 


11 


-194 

mm 


-890 


-11 


Secruence 


11 AddI 


33 


54 


21 


.2 

• mm* 


948 

mm* J- \m* 


6 


US- 

\m* mm* 


10 

mmm \J 


-523 

mm* mmm mJ 


-All 


-14 


fipmiPTirp 




34 


54 


21 


.2 


964 


7 


US- 

mm* 


11 


-024 

W mm* mm 


-959 


-477 

mm § W 


Secnipnpp 


4 77 Add 


35 


53 


20 


. 8 


643 


7 


US- 

*w / kV 


11 

mmm mmw 


-137 

mmm mm* f 


-465 


-54 

mm* * 


Qprni pnpp 


R 4 A nr> "1 


36 


53 


20 


. 8 


653 


7 


US- 

>m* *mm* 


11 

mmm mmw 


-137 

mmm mm* * 


-465 

~ \m* -mm* 


-55 


RpfniPTi r*p 


~J ~J f f\^J^J J. 


37 


52 . 5 


20 

*»** \*f 


. 6 

■ k*> 


373 

mm* / ^> 


7 


US- 


11 

mmm ml* 


-188 

-L. \J \J 


-298 






7 7 0 A-nr% 


38 


52 . 5 


20 


. 6 


1112 


7 


US- 

>mm* mm* 


11 

^k 


-188 

mmm %mf W 


-298 


-16876 


fipm i pn pp 


1 fift 7fi A 

-L O D / D , 


39 


52 


20 


.4 


438 


7 


US- 

mm* 


11 

mmm mm* 


-024 

\mf mmm mm. 


-959 

^ mm* m** 


-342 


Spmipnpp 


14 2 Add 


40 


52 


20 


.4 


663 


7 


US- 

k^ k^ 


11 

mmw 


-087 


-099 

W ^ mm* 


-7915 

/ mm* mmm mm* 


flpmipnrp 


7915 Ad 


41 


52 


20 


.4 


723 


7 


US- 


11 


-072 


-512 


-2246 


Sequence 


2246, Ap 


42 


52 


20 


.4 


2444 


7 


us- 


11 


-188 


-298 


-17072 


Sequence 


17072, A 


43 


51.5 


20 


.2 


107 


6 


us- 


10 


-678 


-790 


-61 


Sequence 


61, Appl 


44 


51.5 


20 


.2 


122 


6 


us- 


10 


-678 


-790 


-60 


Sequence 


60, Appl 


45 


51.5 


20 


.2 


507 


6 


us- 


10 


-330 


-773 


-187 


Sequence 


187, App 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-2.rpr. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



April 26, 2006, 02:19:02 / Search time 19.0331 Seconds 

(without alignments) 
237.596 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-2 
255 

1 RSVRAQRHTDMPRTPKKPLS 



KE VHQKNS SRGNTGGRNYRM 47 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database : 



PIR 80:* 



1: 


pirl : * 


2 : 


pir2 : * 


3: 


pir3 : * 


4: 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 




1 


255 


100.0 


161 


2 


C54270 


insulin-like 


growt 


2 


231. 5 


90.8 


188 


2 


A54270 


insulin-like 


growt 


3 


231.5 


90.8 


188 


2 


B54270 


insulin-like 


growt 


4 


191.5 


75 .1 


155 


2 


C44012 


insulin-like 


growt 


5 


172 


67 .5 


149 


2 


D54270 


insulin-like 


growt 


6 


168.5 


66.1 


176 


2 


A41396 


insulin-like 


growt 


7 


168.5 


66.1 


176 


2 


A46244 


insulin-like 


growt 


8 


140 


54 .9 


153 


2 


A41399 


insulin-like 


growt 


9 


132 


51 .8 


137 


1 


IGGP1 


insulin-like 


growt 


10 


132 


51.8 


137 


2 


A36552 


insulin-like 


growt 


11 


132 


51.8 


153 


1 


IGHU1 


insulin-like 


growt 


12 


131 


51 .4 


153 


2 


A36079 


insulin-like 


growt 
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13 


128 

i. u 


50 


2 


153 


2 




lllOUlXli X XA.C yiUWL 


14 


127 


49 




138 


2 


S22878 


xiioui in x x jvc y i uw l 


15 


127 


49 


Q 


153 
j. ~? ~> 


I 


X UDU X 


i tigiiI in-1 i V p nrnuf* 

XlloUXXli XXAC UXVJWL 


16 


127 


49 


8 


154 


2 




ttiqiiI in-1 i If p nmwh 

XllDUXXll XXAC HXVJWL 


17 


127 


49 




154 


2 


A3 3390 


i n on 1 in- 1 "i Vq firout* 

llloUXXll X XAC Ui. UW u 


18 


125 

-X- 


49 


o 


127 


2 


B40912 


ttiqiiI i 71 - 1 i Vp nrnwh 
xiiouxxii x xj\c y i uw u 


19 


125 


49 


o 


127 


2 


A2 554 0 


l neiil "in — 1 "ilro o v^uzt - 

XllDUXXll X 1JVC MX UWL 


20 


125 

-1- _J 


49 


o 


153 

X J <J> 


2 


R2 7804 


StiqiiI in- 1 i V o ni^nwh 

Xll&UXXll lli\C UI Un t 


21 


HI 
J- J- -X. 


43 


5 


122 
-i- 


2 


PN0622 


"1 T1 Qll 1 "in-1 "i lr O /~r y- <^\Ta7 t~ 
XllOUX Xll X XJS.C Ui UW L 


22 


96 


37 


6 


193 


2 


A53697 


xiioux xii xxjs.c yiuwL. 


23 


90 


35 


. 3 


181 

-I- W — L 


2 


A27804 


"i n sii 1 in-1 i 1c p» rrrnwf 


24 


88 . 5 


34 


. 7 


195 

-A- ^ -w* 


1 


IGHU1B 

A ^> *x» x^ 


instil i n - 1 1 1c p» ornwf 


25 


79 . 5 


31 


.2 


133 


2 


A40912 


insul in- 1 ike arowt 


26 


79 . 5 


31 


.2 


159 


2 


A26859 


i n sul in - 1 ilce arowt 

X110UXX11 X XJVW MX UW L 


27 


69 . 5 


27 


.3 


79 


2 


151240 

*X_ mT -JU XJ X V»/ 


insul in - 1 ilc^ arnwf 

xusuxxii xxjvv.: uxuvvu. 


28 


60.5 


23 


.7 


145 


2 


A87574 


hvnothet ical nirote 


29 


59 


23 


. 1 


263 


2 


S64472 


hvDothet ical nirote 


30 


59 


23 


. 1 


508 


2 


T22440 


hvDothet ical Dirote 


31 


59 


23 


. 1 


817 


2 


T22442 


hvDOfchpfc i ca 1 rjrof p 

iiy ywbii&bx^>ux ux v 


32 


58 


22 


. 7 


1106 

«t» V/ 


2 


JO0405 


hvnot" h^t" "ipal 119 5 


33 


58 


22 


. 7 


1186 


2 


T19050 

A -x> ^ v *V w 


hvnnt"bpfi ral "nrntp 

lljr L/UI)11CL1UC11 k/XUUC 


34 


57 . 5 


22 


. 5 


407 


2 


S53900 


nypuLiiCLXuax piuic 


35 


57.5 


22 


. 5 


509 


2 


T3 1797 


hvnnthpf "i pal nrnf <^ 


36 


57 


22 


. 4 


590 


1 
x 


TVFFDS 


nrnt" Pin- h vtpg i no lr 
uxuuciii Lyxuoxiic rv 


37 


57 


22 


.4 


751 


1 


TWPTH 

x, V V x. x. x x 


1 flTCfP T anf "i rrcir\ _ 
xaxyc x cixi xu cii 


38 


56 . 5 


22 


. 2 


1206 

-1- 40 \J \J 


2 


E86445 


iiypuLiiCLXUctx piuic 


39 


56 


22 


. 0 


433 


2 


T46512 


nmhahl p cjpt"i np/t~Vi 

k/XVJJJClXVXC OCX XXI ~ J L>11 


40 


56 


22 


. 0 


816 


2 


T27189 


hvnnt - hpt" i r*s 1 nrntp 

uy yuuiivuxwux uxul>v 


41 


55.5 


21 


.8 


321 


2 


S62015 


SOLI protein - yea 


42 


55.5 


21 


.8 


511 


2 


S58399 


cellutagmin I sytv 


43 


55.5 


21 


.8 


564 


2 


A38271 


serotonin receptor 


44 


55 


21 


.6 


55 


1 


VHNVAC 


nucleocapsid prote 


45 


55 


21 


.6 


151 


2 


T43960 


hypothetical prote 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-2.rup. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: April 26, 2006, 02:14:17 ; Search time 113.421 Seconds 

(without alignments) 
292.359 Million cell updates/sec 

Title: US-10-647-732A-2 
Perfect score: 255 

Sequence: 1 RSVRAQRHTDMPRTPKKPLS KEVHQKNSSRGNTGGRNYRM 47 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2166443 seqs, 705528306 residues 

Total number of hits satisfying chosen parameters: 2166443 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : UniProt_05 . 80 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


255 


100 


.0 


161 


2 


Q91230_ONCTS 


Q91230 


oncorhynchu 


2 


237 


92 


.9 


161 


2 


Q90W9_BRARE 


Q90w9 


brachydanio 


3 


235 


92 


.2 


161 


1 


IGF1A_CYPCA 


Q90325 


cyprinus ca 


4 


234 


91 


.8 


159 


2 


Q6V293_ICTPU 


Q6v293 


ictalurus p 


5 


231.5 


90 


.8 


188 


1 


IGF1_0NCKI 


P17085 


oncorhynchu 


6 


231.5 


90 


.8 


188 


2 


Q91965_ONCTS 


Q91965 


oncorhynchu 


7 


225 


88 


.2 


161 


2 


Q506L8_9TELE 


Q50618 


cirrhinus m 


8 


217 


85 


.1 


117 


2 


Q9I9I4_CTEID 


Q9i9i4 


ctenopharyn 


9 


217 


85 


.1 


161 


2 


Q8 00D5_9TELE 


Q800d5 


megalobrama 


10 


217 


85 


.1 


161 


2 


Q9 8 SR6_MEGAM 


Q98sr6 


megalobrama 


11 


216 


84 


.7 


159 


2 


O93607_PAROL 


093607 


paralichthy 


12 


216 


84 


.7 


178 


2 


Q5BQH3_9TELE 


Q5bqh3 


gymnocypris 


13 


214.5 


84 


.1 


160 


2 


Q7 0BT5_PERFL 


Q70bt5 


perca fluvi 


14 


212 


83 


.1 


161 


2 


Q9PWK2_CARAU 


Q9pwk2 


carassius a 
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15 


212 


83 


. 1 


161 


2 


09YI82 CARAU 


09vi82 


carassius a 


16 


211 


82 


. 7 


161 


1 


IGF1B CYPCA 


090326 


cvorinus ca 


17 


211 


82 


. 7 


178 


2 


O9IBI0 CYPCA 


09ibiO 


cvDrinus ca 


18 


208 . 5 


81 


.8 


186 


2 


Q800Y5~SIGGU 


O800v5 


siaanus aut 

4rt? \X fcJ W4 krtr 


19 


198 . 5 


77 


. 8 


186 


2 


O500U4 DICLA 


O5a0u4 


di cent rarch 


20 


198.5 


77 


. 8 


186 


2 


Q5U8T6~EPICO 


Q5u8t6 


eoineDhelus 

^rt< prt' rt^rt rtk rt> ^rt* BrtF rtk rti ^rt> rtn Wt PI r 


21 


198 . 5 


77 


. 8 


186 


2 * 


Q6R527 EPICO 


06r527 


eDineohelus 

^rtP Pfcrt' rt> A A It/AAw 


22 


198.5 


77 


.8 


186 


2 


Q6T8S2_MUGCE 


Q6t8s2 


muai 1 cenha 

• • * %rtk ™ 1 rtrtB ^rt» ^rt* Wt^ A AV« 


23 


198 . 5 


77 


.8 


186 


2 


Q70BT6 PERFL 

^rt» rtrtrt" rtta rt> * » rt> rtrtrtj 


070bt6 


nerca f luvi 


24 


198.5 


77 


.8 


186 


2 


Q7T1A7~PERFV 


07tla7 


nerca flave 

^rt* rtW ^rt> %rt% 4v <■ W ^rt> 


25 


198 . 5 


77 


.8 


186 


2 


Q9PSX5 PAROL 


09dsx5 


Dairalichthv 

M Wfc rtW ^rt% rtk ok ^rt^ rt. rtt ^rt> rtk X V 


26 


194 . 5 


76 


. 3 


186 


2 


093527 PAROL 


097 R2 7 


nara 1 -i /-^Vi j- V|"\/ 
pa.Lci±i.uiiL 1 1 y 


27 


187 . 5 


73 


. 5 


185 

■X w ~-J 


2 


09YI57 ACASC 


OQvi R7 


f-> 0 fn f Vi nri^ nr 
ci cii iui iup ciy i. 


28 


187 . 5 


73 


. 5 


185 

«JV U 


2 


04G1F3 SPAAU 


04a1 f - ^ 

v^*y j-i- 0 


DpCH Ui3 CILli. Cl 


29 


172 


67 


.5 


149 


2 


Q91231 ONCTS 


091231 

^ «V A« ^rt* «k 


oncorhvnchu 


30 


168 . 5 


66 


. l 


176 


1 


IGF1 ONCMY 


O02 ft 1 ^ 


on fOThvn <^ Vn 1 
wiiuwx, iiyiiuiiu. 


31 


163 . 5 


64 


. 1 


182 


2 


042289 OREMO 

^rtF Maf Mi* ^rtr «rtr ^fc^ A X Am * A 


042289 


oreochromi s 


32 


163 . 5 


64 


. 1 


182 


2 


073720 OREMO 


073720 


oreochrnnri ^ 

wX. w w XX J. WIIIX. O 


33 


163 . 5 


64 


. 1 


182 


2 


P79824 OREMO 

•» ' ^rt" flat rtW V A V4di IV 


P79824 


oreochromi s 

V**X- vllX V-/1 L IX O 


34 


160.5 


62 


.9 


184 


2 


042336 MYOSC 


042336 


mvoxoc pTih a 1 

LllV Vrt^-wW\^ L/IICaX 


35 


140 


54 


.9 


124 


1 


IGF1 COTJA 


P51462 

X ^ X A \rtf 


coturniy pn 


36 


14 0 


54 


.9 


153 


1 

<rtW 


IGF1 CHICK 


P182 54 


y ax i uo ycii 1 


37 


137 


53 


. 7 


153 


2 


093380 MELGA 


093380 


mpl parrr"! a /-r 
uicicciyi id y 


38 


132 


51 


. 8 


130 


1 


IGF1 CAVPO 


P17647 

X «X / xi< i / 


cavia nnrrp 


39 


132 


51 


. 8 


130 


2 


Q9NP10 HUMAN 


O9nDl0 

\jr Ilk/ -A- W 


homo saDipn 


40 


132 

-L w* Xl 


51 


8 


137 


9 






no mo sapien 


41 


132 


51 


.8 


153 


1 


IGF 1 A_HUMAN 


P01343 


homo sapien 


42 


132 


51 


.8 


153 


2 


Q5U743_HUMAN 


Q5u743 


homo sapien 


43 


132 


51 


.8 


184 


2 


Q59GC5_HUMAN 


Q59gc5 


homo sapien 


44 


131 


51 


.4 


153 


1 


IGF1_XENLA 


P16501 


xenopus lae 


45 


128 


50 


.2 


153 


1 


IGF1 PIG 


P16545 


sus scrofa 
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This page gives you Search Results detail for the Application 10647732 and Search Result us- 10- 
647-732a-4.rag. 

start 

Go Back to previous page 

GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:13:52 ; Search time 165.736 Seconds , 

(without alignments) 
196.180 Million cell updates/sec 



Title : 

Perfect score 
Sequence : 



US-10-647-732A-4 
393 

1 RSVRAQRHTDMPRTPKVSTA 



KEVHQKNSSRGNTGGRNYRM 74 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2443163 seqs, 439378781 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



2443163 



A_Geneseq_21 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2 003as : * 

7 : geneseqp2 003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



> . 


Score 


Match 


Length DB 


ID 


Description 


1 


393 


100.0 


74 


3 


AAY77407 


Aay77407 Rainbow t 


2 


393 


100.0 


74 


7 


ADF56465 


Adf56465 Rainbow t 


3 


382 


97.2 


74 


7 


ADD67518 


Add67518 Rainbow t 


4 


382 


97.2 


74 


8 


ADP82540 


Adp82540 Rainbow t 


5 


326 


83.0 


186 


2 


AAR72472 


Aar72472 Flatfish 


6 


326 


83.0 


186 


8 


ADV95289 


Adv95289 Rockfish 


7 


299 


76.1 


62 


3 


AAY77406 


Aay774 06 Rainbow t 
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8 


299 


76 

w Km" 


1 


62 

KJ *m* 


7 


ADD67519 

£h mm* ImJ Km* / mj 4\m mf 


m«AV*Lvj / mt x m 


Da -I nhnw t - 


9 


299 

mtm mw m* 


16 

* \m 


. l 


62 


7 


ADF56464 


Adf 56464 


i nhnw f 

i\d _i. xx xy\mf w i_> 


10 


299 


76 


. 1 


62 


8 

Km* 


ADP82541 

A 1 * mf m. \mS I./ mm mim. 


AdD82 541 

k/ W mm mJ * mmm 


Rainbow ^ 


11 


299 


76 


. 1 


176 


2 


AAR88 089 


Aar88 08 9 

m\ m\m*m mmm Kj Km* KS Km* mf 


Rainbow t - 


12 


231.5 


58 


. 9 


47 


3 


AAY77405 


Aav77405 

Y 9 / m. Ks mm* 




13 


231 . 5 


58 


. 9 


47 


7 


ADF56463 

* ^» mmm mm mm mm mm 


Adf 56463 

m *\AA> ■mm* Km* mm Km*' *mmf 


Rainbow t 


14 


220 . 5 


56 


. 1 


47 


7 


ADD67520 

m 1 1 F mm* Km* t mm* m-m \m* 


Add6752 0 


Ra-i nhnw t* 

iVClXilJJVJW \m 


15 


220 . 5 


56 


. l 


47 


8 


ADP82542 

* II » mt Km* AJ a 


Adr>82 54 2 


Ra i nbow t* 


16 


220 


56 


. 0 


185 


3 


ABB06295 

■ ■ ■ * V 4# m* mtf 


Abb06295 

*7mm\J*m* V U il ^ J 


Dara 1 -1 pnt" 


17 


160 


40 

mm \m 


. 7 


178 


9 


AEB07519 

A±*mm9 mmm* \J / mj mim m* 




Km*pan rn 

IVUICuU i- 


18 


158 . 5 


40 


. 3 


35 


3 


AAY77404 


Aav774 04 


Rp5 H nhnw f" 


19 


158 . 5 


40 


. 3 


35 


7 


ADD67521 

A ■* / tmmw mm mm. 


Add67S? 1 


Pa i nhnw 1~ 


20 


158 . 5 


40 


. 3 


35 


7 


ADF56462 

* mAmW mm mm* Km* ^mW Kmf mmm 


Adf 56462 


Ran nhnw t - 


21 


158 . 5 


40 


. 3 


35 

mm 1 


8 

Km 


ADP82543 

my mmm r mm ^mf mm mm m%. mm* 


Adr>82 ^4 ^ 


pa "i nhnw t* 


22 


118 . 5 


30 


.2 


105 


4 


AAE02452 

m mm m-mmm mm mm mm mm mm 


Aae02452 


Rabbi t* 1 i 


23 


118 . 5 


30 


.2 


105 

mmm m*r mm* 


4 


AAE02450 

* M m+mmM mJ 7 mm mm mm* \m* 


Aae02450 


Human 1 "i v 


24 


118 . 5 


30 


.2 


105 


4 


AAE02456 


Aae02456 

A V mmt mm mmm* Km 


Rabbit li 


25 


118.5 


30 


.2 


105 


5 


AAU10562 


Aaul0562 

m mKmm Km mAK Km* mm* Km* mmt 


Human ins 

m A laAl L X m- X X 1^ 


26 


118.5 


30 


.2 


105 

■mmm. ^mf mm 7 


5 


AAU10564 

m mm m mm* mmm Km* mm mm m 


Aaul0564 


Rahh"i 1~ "in 

i\.O.UiJ X L» Xll 


27 


118 . 5 


30 


.2 


105 


7 


ABR63172 

m mm* m K Km mm mmm 9 Ami 


Abr65 172 


Rabbi t In 


28 


118 . 5 


30 


. 2 


105 


7 


ABR63170 

* mkmt m K Km* mm* mmm f W 


Abr6"3 1 7 0 


Unman 1 "i 
xxlxlllCllx XXV 


29 


118 . 5 


30 


. 2 


105 

Km* -mm 


9 

mr 


ADZ58808 


Ad^RRfinff 


Hi unan m a t~ 


30 


118 . 5 


30 

mm* W 


. 2 


119 

mmm mm. mr 


1 


AAP60578 


nciuDUj / o 


Human t^y~o 
ii Li. Ill d. 11 pic 


31 


118 . 5 


30 


. 2 


130 

mm, ■mm* Km* 


9 

m* 


AEB70451 


Aph7n4^1 

rtCJJ / U1 Jl 


Tn cn 1 1 -i n - 1 

XlloLLXXil X 


32 


118 . 5 


30 


. 2 


137 

m^ mm* 9 


4 


AAU09067 

* ** *> Km Km* mf V \J " 




Human i nc 


33 


118 . 5 


30 


.2 


137 

mmm mm* * 


8 


ADU46866 

m m it m Km ^m Km Km Km KS 


Adu4 6866 


Tn qi 1 1 "in-1 

XxlOIXXXxx X 


34 


118 . 5 


30 


.2 


137 


9 


AEB70455 

m mmmi mmm* f KJ m -mm? mm* 


A^b704 ^ R 


Tn on 1 i n - 1 

XxlOUXXIx X 


35 


118 . 5 


30 


.2 


137 


9 


AEB70450 

m mmmmf mmm * K4 m mm Kw 


Aeb704 SO 


Tn cn 1 "i n — 1 

XXXOliXXxl X 


36 


118 . 5 


30 


.2 


153 


2 


AAR83803 

m mm. mm KKm mm* Km Kw mm 


Aar8^80^ 


Tn qii 1 "i n — 1 

J-XXOLlXXll X 


37 


118 . 5 


30 


.2 


153 


2 


AAW69733 

m mm All Km mf / im j 


Aaw6 97^ ^ 


Human T CZT? 


38 


118 .5 


30 


.2 


153 


2 


AAW57882 

mm mmm mm 9 w mm* 9 mm mm* mmm 


Aaw57 882 

lit* w «^ / u c -It 


Human Tf?R 


39 


118 . 5 


30 


.2 


153 


5 


AAU84284 

* mm- m Km Km m mm Km m 


Aaufi4284 

*i UUl£iQl 


Human pnH 


40 


118 . 5 

J— Km • ■mm 


30 

mm* w 


. 2 

• mmt 


153 


5 


AAU8434 1 


;3 n R .1 7 A 1 
-rid U. O *± J ± 


U -y~ r~\ k- d A 7-» T 

r ruucin x 


41 


118.5 


30 


.2 


153 


6 


ADA26451 


Ada26451 


Human ins 


42 


118.5 


30 


.2 


153 


7 


ADC59343 


Adc59343 


Human ins 


43 


118.5 


30 


.2 


153 


7 


ADD25494 


Add25494 


Binding d 


44 


118.5 


30 


.2 


153 


7 


ADP65213 


Adp65213 


Human ins 


45 


118.5 


30 


.2 


153 


8 


ADH10374 


Adhl0374 


Human ins 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-4.rai. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score 
Sequence : 



April 26, 2006, 02:23:52 ; Search time 40.9752 Seconds 

(without alignments) 
149.310 Million cell updates/sec 



US-10-647-732A-4 
393 

1 RS VRAQRHTDM PRT PKVSTA 



KEVHQKNSSRGNTGGRNYRM 74 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



572060 seqs, 82675679 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

* 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



572060 



Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5_COMB .pep : * 

2 : / cgn2_6 /p toda t a/ 1 / iaa/ 6_COMB . pep : * 

3 : /cgn2_6/ptodata/l/iaa/H_C0MB.pep:* 

4 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/RE_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 








Description 




1 


393 


100.0 


74 


2 


US- 


09- 


120 


-818-4 


Sequence 4, 


Appli 


2 


393 


100 . 0 


74 


2 


US- 


09- 


609 


-642-4 


Sequence 4, 


Appli 


3 


393 


100.0 


74 


2 


US- 


09- 


669 


-642-4 


Sequence 4, 


Appli 


4 


299 


76.1 


62 


2 


us- 


09- 


120 


-818-3 


Sequence 3, 


Appli 


5 


299 


76.1 


62 


2 


us- 


09- 


609 


-642-3 


Sequence 3, 


Appli 


6 


299 


76.1 


62 


2 


us- 


09- 


669 


-642-3 


Sequence 3, 


Appli 


7 


299 


76.1 


176 


1 


us- 


07- 


953 


-230A-9 


Sequence 9, 


Appli 


8 


231.5 


58 .9 


47 


2 


us- 


09- 


120 


-818-2 


Sequence 2 , 


Appli 


9 


231.5 


58 .9 


47 


2 


us- 


09- 


609 


-642-2 


Sequence 2, 


Appli 


10 


231.5 


58.9 


47 


2 


us- 


09- 


669 


-642-2 


Sequence 2, 


Appli 
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1 1 

X X 


1 Rft R 


4 o 


"5 
. J 


R 


9 
z 


TTC - OQ - 1 9 0 


1 9 
X z 


1 Rft R 


4 o 


-3 
. J 


R 


9 
z 


TTQ- 0Q-£0Q 
UO U 2? — O U 2? 


1 1 

X -J 


1 Rft R 


4 o 


-3 
. J 


** R 


9 
z 


TTQ- flQ-^CQ 

UO U-7 0D-7 


1 4 

J. M 


lift R 

X X o . Zj 


3 n 


« z 


1 0 R 


9 
z 


TTQ - 09 - ft R9 
UO w -/ o o z 


1 R 
X J 


11ft R 

X X O . Zj 


^ o 


. z 


1 OR 


9 
z 


TTQ - OQ - ft R9 
UO vJ/ ODZ 


X u 


lift R 

X X O • ZJ 


3D 
o vj 


. z 


1 1 Q 

X X -7 


o 


R40R949 - 1 


17 

X / 


lift R 
no • J 


3D 

w* u 


. z 


19 7 
x z / 


9 
z 


TTQ-OQ-fil 7 
UO U -7 ox/ 


18 

X O 


lift R 

X X O . Zj 


30 
J u 


9 
. z 


1 37 

X J / 


X 


TTQ-07-9R7 

UO VJ / J J J 


19 

X -7 


lift R 

X X o • Z7 


30 


9 
. z 


1 R9 

X Zj Z 


9 
z 


TTQ-Ofl-QRO 

UO VJ O 27Zj\J 


2 0 


lift R 


30 

-> u 


9 
. z 


1 R1 


i 

X 


TTQ-0ft-91 9 

UO UO Z X -/ 


9 1 

X X 


lift R 

X X o • 


3 0 


9 
. z 


1 R7 

X Zj Zj 


9 
z 


TTQ - 09-91 7 

UO U 27 2? X / 


99 


lift R 


0 


9 
• z 


1 R1 
X Zj O 


9 
z 


TTQ - 09 - 9 1 9 

UO U 27 27 X 27 


91 


lift R 

J — LO • J 


3 0 


9 
. z 


1 R7 
X Zj Zj 


*± 


PPT-TTQ97 - 
Ir Vw 1 U027 J — 


94 
z i 


lift R 

HO • J 


i 0 

J u 


9 
. z 


1 Rfi 


9 
z 


TTQ - OQ - 1 4 9 
UO U27~XfiZ 


9 R 


lift R 


3 0 
J vj 


9 


1 ft4 

X O *± 


9 
z 


TTQ - OQ - Q4 Q 
UO 27127 




lift R 


30 
J vj 


9 
. z 


1 91 

X 27 X 


9 
z 


TTQ - Oft - 9ft 9 

UO UO 27 O 27 


27 


118 R 

X X O • ZJ 


30 

Zj VJ 


9 
• z 


1 91 


o 
z 


TTQ -09-740 

UO \J 27 O *± V 
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Secruence 
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27476, A 


-991A-32065 
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Sequence 


6442, Ap 
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Sequence 


10594, A 


-991A-29079 


Sequence 


29079, A 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-4.rapbm. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:24:43 ; Search time 145.554 Seconds 

( wi t hout al ignment s ) 
212.426 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-10-647-732A-4 
393 

1 RS VRAQRHTDM PRT PKVSTA 



KE VHQKNS S RGNTGGRNYRM 74 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1867569 seqs, 417829326 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



1867569 



Published_Applications_AA_Main: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBC0MB .pep : * 

2 : /cgn2_6/pt9data/l/pubpaa/US08_PUBCOMB.pep: * 

3 : /cgn2__6/ptodata/l/pubpaa/US09_PUBCOMB .pep: * 

4 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep:* 

5 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep: * 

6 : /cgn2_6/ptodata/l/pubpaa/USll_PUBC0MB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 










Description 


1 


382 


97.2 


74 


4 


US- 


10 


-100 


-492 


-2 


Sequence 2, Appli 


2 


326 


83.0 


186 


6 


US- 


11 


-049 


-518 


-27 


Sequence 27, Appl 


3 


299 


76.1 


62 


4 


US- 


10 


-100 


-492 


-3 


Sequence 3, Appli 


4 


220.5 


56.1 


47 


4 


us- 


10 


-100 


-492 


-4 


Sequence 4, Appli 


5 


158.5 


40.3 


35 


4 


us- 


10 


-100 


-492 


-5 


Sequence 5, Appli 


6 


118.5 


30 .2 


105 


3 


us- 


09 


-852 


-261 


-10 


Sequence 10, Appl 


7 


118.5 


30.2 


105 


3 


us- 


09 


-852 


-261 


-14 


Sequence 14, Appl 


8 


118.5 


30.2 


105 


5 


us- 


10 


-504 


-078 


-10 


Sequence 10, Appl 


9 


118.5 


30 .2 


105 


5 


us- 


10 


-504 


-078 


-14 


Sequence 14, Appl 


10 


118.5 


30.2 


105 


5 


us- 


10 


-688 


-821 


-53 


Sequence 53, Appl 
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1 8 . Ann 1 
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US- 


11 
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SGOuence 


25 AttdI 
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30 
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4 


us- 


10 


-251 


-661-8 


Secmence 


8. AddIi 
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118 . 5 


30 


. 2 
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US- 


09 


-919 
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Secmence 


74 . AddI 


15 


118 . 5 


30 


.2 


153 


3 


US- 


09 


-861 


-101-5 


Secmence 


5 . Annli 


16 


118 . 5 


30 


. 2 


153 


4 


us- 


10 


-136 


-639-3 


Secmence 


3 , Annl i 


17 


118 . 5 


30 


.2 


153 


4 


us- 


10 


-207 


-655-55 


Secmence 


5 5 Ann 1 


18 


118 . 5 


30 


.2 


153 


4 


us- 


10 


-460 


-550-5 


Secmence 


5. Annli 


19 


118 . 5 


30 


. 2 


153 


4 


us- 


10 


-706 


-791-2 




2 Annli 


20 


118 . 5 


30 


. 2 


153 


5 


us- 


10 


-851 


-921-2 




2 Annli 


21 


118 . 5 


30 


. 2 


153 


5 


us- 


10 


-461 

w -X* 


-862-68 




R Ann 1 


22 


118 . 5 


30 


. 2 


153 


5 


US- 


10 

-A- W 


-460 


-550-5 




R Ann! "i 


23 


118 . 5 


30 


. 2 


153 


5 


us- 


10 


-287 


-436A-455 


k_J c; iv-v^ 


4 R R Ann 


24 


118 . 5 


30 


. 2 


153 

—4- «*pS -w 1 


5 


us- 


10 


-287 


-436A-1154 


SpmiPTirp 


11^4 An 


25 


118 . 5 


30 


.2 


153 


5 


us- 


10 


-798 


-896-4 


Secmence 


4 Annl i 


26 


118 .5 


30 


. 2 


191 


3 


us- 


09 


-921 


-398-41 


Secmence 


41 Annl 


27 


118.5 


30 


.2 


191 


3 


us- 


09 


-967 


-768-41 


Secmence 


41. Annl 


28 


118.5 


30 


.2 


191 


4 


us- 


10 


-280 


-826-41 


Secmence 


41 Annl 


29 


118.5 


30 


.2 


191 


6 


us- 


11 


-046 


-099-41 


Secmence 


41 Annl 


30 


113.5 


28 


. 9 


105 


4 


us- 


10 


-238 


-114-3 


Secmence 


3 . Annl i 


31 


113.5 


28 


.9 


153 


4 


us- 


10 


-238 


-114-2 


Secmence 


2 . Ann 1 i 


32 


111. 5 


28 


. 4 


105 


3 


us- 


09 


-852 


-261-12 


Secmence 


12 Annl 


33 


111. 5 


28 


. 4 


105 


5 


us- 


10 


-504 


-078-12 


Secmence 


12 Annl 


34 


93 


23 


. 7 


77 


4 


us- 


10 


-100 


-492-1 


Secmence 


1 Annli 


35 


93 


23 


.7 


195 


4 


us- 


10 


-443 


-466A-20 


Secmence 


2 0 Ann 1 


36 


93 


23 


.7 


195 


4 


us- 


10 


-706 


-791-3 


Secmence 


3 Annl i 


37 


93 


23 


. 7 


195 


5 


us- 


10 


-461 


-862-66 


Secmence 


6 6 Ann 1 


38 


83 


21 


. 1 


110 


3 


us- 


09 


-852 


-261-2 


Secmence 


2 Annli 


39 


83 


21 


. 1 


110 


5 


us- 


10 


-504 


-078-2 


Secmence 


2 Annl i 


40 


81 


20 


. 6 


111 


3 


us- 


09 


-852 


-261-6 


Secmence 


6 Ann! "i 


41 


81 


20 


.6 


111 


5 


us- 


10 


-504 


-078-6 


Sequence 


6, Appli 


42 


80 


20 


.4 


104 


6 


us- 


11 


-049 


-518-17 


Sequence 


17, Appl 


43 


78 


19 


.8 


111 


3 


us- 


09 


-852 


-261-4 


Sequence 


4, Appli 


44 


78 


19 


.8 


111 


5 


us- 


10 


-504 


-078-4 


Sequence 


4, Appli 


45 


78 


19 


.8 


133 


4 


us- 


10 


-161 


-088-2 


Sequence 


2, Appli 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-4.rapbn. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:25:58 ; Search time 20.7934 Seconds 

(without alignments) 
156.599 Million cell updates/sec 



Title : 

Perfect score 
Sequence : 



US-10-647-732A-4 
393 

1 RSVRAQRHTDMPRTPKVSTA 



KE VHQKNS SRGNTGGRNYRM 74 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



225428 seqs, 44002918 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



225428 



Database : 



1 
2 
3 
4 
5 
6 
7 
8 



Published_Applications_AA_New : * 

/SIDS5/ptodata/l/pubpaa/US08_NEW_PUB.pep:* 
/SIDS5/ptodata/l/pubpaa/US06_NEW_PUB.pep: * 
/ S IDS 5 /pt odat a/ 1 /pubpaa/US 0 7_NEW_PUB . pep : * 
/SIDS5/ptodata/l/pubpaa/PCT_NEW_PUB.pep: * 
/ S I DS 5 /pt oda t a/ 1 /pubpaa/US 0 9_NEW_PUB . pep : * 
/SIDS5/ptodata/l/pubpaa/US10_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/USll_NEW_PUB.pep: * 
/SIDS5/ptodata/l/pubpaa/US60_NEW_PUB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution.' 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



1 


393 


100 


.0 


74 


6 


US- 


10 


-647 


-732A-4 


Sequence 


4, Appli 


2 


299 


76 


.1 


62 


6 


us- 


10 


-647 


-732A-3 


Sequence 


3, Appli 


3 


231.5 


58 


.9 


47 


6 


us- 


10 


-647 


-732A-2 


Sequence 


2, Appli 


4 


158.5 


40 


.3 


35 


6 


us- 


10 


-647 


-732A-1 


Sequence 


1, Appli 


5 


118.5 


30 


.2 


105 


7 


us- 


11 


-228 


-458-10 


Sequence 


10, Appl 


6 


118.5 


30 


.2 


105 


7 


us- 


11 


-228 


-458-14 


Sequence 


14, Appl 


7 


118.5 


30 


.2 


130 


7 


us- 


11 


-043 


-788-222 


Sequence 


222, App 


8 


118.5 


30 


.2 


137 


7 


us- 


11 


-043 


-788-221 


Sequence 


221, App 
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SCORE Search Results Details for Application 
10647732 and Search Result us-10-647-732a- 
4.rpr. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-4.rpr. 

* 

start 

Go Back to previous page 

GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



April 26, 2006, 02:19:02 ; Search time 29.9669 Seconds 

(without alignments) 
237.596 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-647-732A-4 
393 

1 RSVRAQRHTDMPRTPKVSTA 



KEVHQKNS SRGNTGGRNYRM 74 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_80:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 393 100.0 188 2 A54270 insulin-like growt 

2 393 100.0 188 2 B54270 insulin-like growt 
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This page gives you Search Results detail for the Application 10647732 and Search Result us-10- 
647-732a-4.rup. 

start 

Go Back to previous page 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: April 26, 2006, 02:14:17 ; Search time 178.579 Seconds 

(without alignments) 
292.359 Million cell updates/sec 

Title: US-10-647-732A-4 
Perfect score : 3 93 

Sequence: 1 RSVRAQRHTDMPRTPKVSTA KEVHQKNSSRGNTGGRNYRM 74 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2166443 seqs, 705528306 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2166443 



Database : 



UniProt_05.80:* 
1 : uniprot_sprot : * 
2 : uniprot__trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


393 


100 


.0 


188 


2 


Q91965_ONCTS 


Q91965 


oncorhynchu 


2 


387 


98 


.5 


188 


1 


IGF1_0NCKI 


P17085 


oncorhynchu 


3 


337 


85 


.8 


186 


2 


Q800Y5_SIGGU 


Q800y5 


siganus gut 


4 


329 


83 


.7 


186 


2 


09352 7_PAROL 


093527 


paralichthy 


5 


326 


83 


.0 


186 


2 


Q5Q0U4_DICLA 


Q5q0u4 


dicentrarch 


6 


326 


83 


.0 


186 


2 


Q5U8T6_EPICO 


Q5u8t6 


epinephelus 


7 


326 


83 


.0 


186 


2 


Q6R527_EPICO 


Q6r527 


epinephelus 


8 


326 


83 


.0 


186 


2 


Q70BT6_PERFL 


Q70bt6 


perca fluvi 


9 


326 


83 


.0 


186 


2 


Q7T1A7_PERFV 


Q7tla7 


perca flave 


10 


326 


83 


.0 


186 


2 


Q9PSX5_PAROL 


Q9psx5 


paralichthy 


11 


321 


81 


.7 


186 


2 


Q6T8S2JVIUGCE 


Q6t8s2 


mugil cepha 




315 


80 


..2 


185 


2 


Q9YI57_ACASC 


Q9yi57 


acanthopagr 


13 


315 


80 


.2 


185 


2 


Q4G1F3_SPAAU 


Q4glf3 


sparus aura 


14 


299 


76 


.1 


176 


1 


IGF1_0NCMY 


Q02815 


oncorhynchu 



http://es/ScoreAccessWeb/GetItem.action?AppId=10647732&seqId=501038&ItemName=us... 9/12/06 



SCORE Search Results Details for Application 10647732 and Search Result us- 10-647-7... Page 2 of 2 



15 


270 


68 


. 7 


184 


2 


042336 MYOSC 


04233 6 

W ^fc 4&B B»J «^ W 


mvoxocenhal 


16 


258 


65 


. 6 


182 

^L* 


2 


07372 0 OREMO 


073720 


oireochroini s 

^BT ^B* ^B* H J— 1(1 4W *S 


17 


258 


65 


. 6 


182 


2 


P79824 OREMO 


P79824 

B> r B.J 1 


oreochromi s 

>BJ^ ^B> %B» Xb^ 4> 1 #W %BT 1 i 1 BB 1^ 


18 


251 


63 


• ^ 


182 


2 


042289 OREMO 


0422 8 9 


oreochromi s 

-i- win. 


19 


231 


.5 


58 


. 9 

• 


161 


2 


091230 ONCTS 


O91230 

\J *r X «U «b^ W 


on c o irh. vii c hu 


20 


220 


56 

*■■•» ^b* 


. 0 


185 

N»* «bV 


2 


057436 PAROL 


057436 


naral i chthv 


21 


213 


.5 


54 


. 3 


161 


2 


O90W9 BRARE 


09 0w9 


brachvdanio 


22 


211 


.5 


53 


. 8 


161 


1 


IGF1A CYPCA 


090325 

^bJ b^ W »m» %b# 


cvDrinus ca 

T h/ -B_ — B> bL A W» W W*- 


23 


210 


.5 


53 


. 6 


159 


2 


Q6V293 ICTPU 


06v293 

» B_* B^ SjbT 


ictalurus n 

bW W \b*» Bfc \A Ba B* l«BT PhB^ 


24 


207 


.5 


52 


.8 


79 


2 


P81416~ONCKE 


P81416 


oncorhvnchu 

bV B> ^b* ^ r b> bV bV T B> A ^ ■* bV B> \_>4. 


25 


204 


.5 


52 


. 0 


161 


2 


Q506L8 9TELE 


050618 


ciirirhinus m 

-* A ^Ba bV bV * B% ^ h*B* k ■ 1 


26 


204 


51 


. 9 


160 


2 


O70BT5 PERFL 


O70bt5 


nprra f luvi 

Vb» bW w ui X> b!> LA V ^ 


27 


196 


.5 


50 


.0 


117 


2 


09I9I4 CTEID 


09i9i4 


c t enonharvn 

*^ L^iiw k^iiwiii y ii 


28 


196 


.5 


50 


.0 


161 


2 


Q8 00D5 9TELE 


O800d5 


meaaloforama 


29 


196 


.5 


50 


. 0 


161 


2 


098SR6 MEGAM 


098sr6 


meaa 1 obrama 


30 


192 


.5 


49 


. 0 


159 


2 


093607 PAROL 


093607 


■nairali pht"Viv 

k> CA X. J. -L X 1 wll y 


31 


192 


.5 


49 


.0 


161 

-<•> \/ bb» 


2 


09 PWK2 CARAU 

^Bg JW Wb11\11W 


09nwk2 

\£ ~ f k-/ W JV bC* 


carassius a 


32 


192 


.5 


49 


.0 


161 


2 


Q9YI82 CARAU 


09vi82 


carassius a 


33 


192 


.5 


49 


. 0 


178 

-*— * * 


2 


05B0H3 9TELE 

IV^IIbV b»* bV Ub^U 


05bah3 


y umvJwy ux x. O 


34 


187 


.5 


47 


.7 


161 


1 


IGF1B CYPCA 


090326 


cvDrinus ca 

w jr ux niuu v_>cx 


35 


187 


.5 


47 


. 7 


178 


2 


O9IBI0 CYPCA 

b^ bV sfc. V/ \b»» <bW bW \m#4 1 


09ibiO 


pvtjTT mi <=? pa 

v-- J -1- XliUO V— -CI 


36 


174 


.5 


44 


.4 


193 


2 


07LZC6 CLAMA 


07lzc6 


pl aT"i map 


37 


158 


.5 


40 


.3 


149 


2 


091231 ONCTS 


091231 


mi finrhvnrhi] 

uiiwU x ii y iiuiiu 


38 


126 


.5 


32 


.2 


124 


1 


IGF1 COTJA 


P51462 




39 


126 


.5 


32 


.2 


153 


1 


IGF1 CHICK 


P182 54 

r ± u ^ j ^ 


y Cx J_ _L H. O ^ Cx J. X 


40 


123 


.5 


31 


.4 


153 


2 


093380 MELGA 


093380 


meleaaris a 


41 


118 


.5 


30 


.2 


130 


1 


IGF1_CAVP0 


P17647 


cavia porce 


42 


118 


.5 


30 


.2 


130 


2 


Q9NP10_HUMAN 


Q9npl0 


homo sapien 


43 


118 


.5 


30 


.2 


137 


2 


Q1462 0_HUMAN 


Q14620 


homo sapien 


44 


118 


.5 


30 


.2 


153 


1 


IGF1A_HUMAN 


P01343 


homo sapien 


45 


118 


.5 


30 


.2 


153 


2 


Q5U743_HUMAN 


Q5U743 


homo sapien 



http://es/ScoreAccessWeb/GetItem.action?AppId=10647732&seqId=501038&ItemName=us... 9/12/06 



